Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.050; wR factor = 0.145; data-to-parameter ratio = 17.3.
Related literature
For the biological activity of the piperidine nucleus, see: Weintraub et al. (2003) . For the biological activity of piperidones and their N-acyl derivatives, see: Perumal et al. (2001) ; Weintraub et al. (2003) ; Aridoss et al. (2008 Aridoss et al. ( , 2009 ; Aridoss, Balasubramanian, Parthiban, Ramachandran & Kabilan (2007) . For a related structure, see: Ramachandran et al. (2008) . For the synthesis, see: Aridoss, Balasubramanian, Parthiban & Kabilan (2007) . For ring conformational analysis, see: Cremer & Pople (1975) ; Nardelli (1983 
Data collection
Bruker SMART APEX CCD areadetector diffractometer Absorption correction: none 11114 measured reflections 4603 independent reflections 4054 reflections with I > 2(I) R int = 0.026 Refinement R[F 2 > 2(F 2 )] = 0.050 wR(F 2 ) = 0.145 S = 1.05 4603 reflections 266 parameters H-atom parameters constrained Á max = 0.27 e Å À3 Á min = À0.35 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 2001); cell refinement: SAINT (Bruker, 2001); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2009); software used to prepare material for publication: SHELXL97 and PARST (Nardelli, 1995) . acknowledged by DV for providing facilities to the department. Parthiban & Kabilan, 2007) and crystal studies (Ramachandran et al., 2008) , we report here the X-ray crystallographic study of 1-chloroacetyl-2,6-bis (2-methoxyphenyl)-3,5-dimethylpiperidin-4-one.
The molecular structure of the title compound (I) is shown in Fig.1 . The sum of the angles at N1 (358.9 (3)°) is in accordance with sp 2 hybridization. The two phenyl rings in the title compound (I) are nearly perpendicular with the dihedral angle being 75.1 (1)°. Methoxy group attached to the phenyl rings is planar as evident from the torsion angle [(C14-O2-C13-C12 (-3.7 (3)°) and C23-O4-C22-C21 (-1.4 (2)°)]. The torsion angle around O1-C6-C7-Cl1 [0.0 (2)°] indicates the planarity of chloroacetyl moiety. The piperidone ring in the title compound (I) adopts boat conformation with atoms C2 and C5 deviating by -0.597 (2) and -0.630 (2) Å, respectively, from the least-squares plane defined by rest of the atoms (N1/C1/C3/C4) in the ring. The puckering parameters (Cremer & Pople, 1975) and the smallest displacement asymmetry parameters (Nardelli, 1983) for piperidone ring are q 2 = 0.709 (2) Å, q 3 = 0.022 (2) Å; Q T = 0.710 (2) Å and θ = 88.3 (1)°.
The molecule of (I) is stabilized by weak C-H···O and C-H···π intramolecular interactions. In C-H···π intramolecular interaction, atom C9 acts as donor to the centroid (Cg) of the phenyl ring C17-C22 with H···Cg distance of 2.69 Å. The crystal packing is stabilized by C-H···O intermolecular interaction, wherein atom C23 acts as donor to O1 (1 + x, y, z) generating a chain C(9) along the a axis.
Experimental
The title compound was obtained by adopting our earlier method (Aridoss, Balasubramanian, Parthiban & Kabilan, 2007) .
To a solution of 2,6-bis(2-methoxyphenyl)-3,5-dimethylpiperidin-4-one (1 equiv.) and NEt 3 (1.5 equiv.) in freshly distilled benzene, chloroacetyl chloride (1 equiv.) in benzene was added in drop wise. Stirring was continued until the completion of reaction. Later, it was poured into water and extracted with ethyl acetate. The combined organic extracts was then washed well with 3% sodium bicarbonate solution, brine and dried over anhydrous sodium sulfate. This upon evaporation and subsequent recrystallization of title compound in distilled ethanol afforded fine white crystals suitable for X-ray diffraction study.
supplementary materials sup-2 Refinement All H atoms were positioned geometrically and refined using a riding model, with C-H = 0.93-0.98 Å, and with U iso (H) = 1.2U eq (C) or 1.5U eq (methyl C). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq C1 0.62492 (17) 0.0466 (9) 0.0614 (10) 0.0490 (9) −0.0118 (7) −0.0026 (7) −0.0154 (7) C16 0.0626 (11) 0.0490 (9) 0.0594 (10) 0.0032 (8) −0.0331 (9) −0.0098 (7) C17 0.0393 (7) 0.0368 (6) 0.0383 (7) −0.0021 (5) −0.0119 (6) −0.0139 (5) C18 0.0432 (8) 0.0455 (7) 0.0399 (7) −0.0105 (6) −0.0098 (6) −0.0111 (6) C19 0.0613 (10) 0.0489 (8) 0.0395 (7) −0.0107 (7) −0.0135 (7) −0.0059 (6) C20 0.0576 (10) 0.0576 (9) 0.0464 (8) −0.0006 (8) −0.0244 (7) −0.0109 (7) C21 0.0462 (8) 0.0541 (9) 0.0503 (8) −0.0037 (7) −0.0206 (7) −0.0154 (7) C22 0.0411 (7) 0.0388 (7) 0.0406 (7) −0.0053 (6) −0.0115 (6) −0.0134 (5) C23 0.0613 (11) 0.0673 (12) 0.0800 (13) −0.0300 (9) −0.0246 (10) 0.0006 (10) N1 0.0355 (6) 0.0358 (5) 0.0386 (6) −0.0020 (4) −0.0116 (5) −0.0134 (4) O1 0.0377 (6) 0.0646 (7) 0.0567 (7) −0.0090 (5) −0.0075 (5) −0.0240 (6) O2 0.0806 (9) 0.0622 (7) 0.0563 (7) 0.0056 (7) −0.0293 (7) −0.0315 (6) O3 0.0860 (11) 0.0505 (7) 0.0731 (9) −0.0167 (7) −0.0029 (8) 0.0063 (6) 
